RAW SEQUENCE LISTING 
ERROR REPORT 




The Biotechnology Systems Branch of the Scientific and Technical Information 
Center (STIC) detected errors when processing the following computer readable 
form: 

Application Serial Number: 

Source: /tT0 9 



Date Processed by STIC: / j ^ JZOG/ 

THE ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 

PI FASE FORWARD THIS INFORMATION TO THE APPLICANT BY EITHER: 

1) SdS TaCOPY OF THIS PRINTOUT IN YOUR NEXT COMMUNICATION TO THE 
APPLICANT. WITH A NOTICE TO COMPLY or, 

2) TELEPHONING APPLICANT AND FAXING A COPY OF THIS PRINTOUT, WITH A 

FOR N CM C SUBMISSION L QUESTIONS, PLEASE CONTACT MARK SPENCER, 703-308-4212. 

FOR SEQUENCE RULES INTERPRETATION, PLEASE CONTACT ROBERT WAX, 703-308-4216. 
PATENTIN 2.1 e-mail help: patin21heln@uspto.gov or phone 703-306-4119 (R. Wax) 
PATENTIN 3.0 e-mail help: patin30heln@usPtO.gov or phone 703-306-4119 (R. Wax) 

TO REDUCE ERRORED SEQUENCE LISTINGS, PLEASE USE THE CHECKER 
VFKSTON 3.0 PROGRAM , ACCESSIBLE THROUGH THE U.S. PATENT AND 
TRADEMARK OFFICE WEBSITE. SEE BELOW: 

Checker Version 3.0 

The Checker Version 3.0 application is a state-of the-art Windows based software program 
employing a logical and intuitive user-interface to check whether a sequence listing is in 
compliance with format and content rules. Checker Version 3.0 works for sequence listings 
generated for the original version of 37 CFR §§1.821 - 1.825 effective October 1, 1990 (old 
rules) and the revised version (new rules) effective July 1, 1998 as well as World Intellectual 
Property Organization (WIPO) Standard ST.25. 

Checker Version 3.0 replaces the previous DOS-based version of Checker, and is Y2K- 
compliant. Checker allows public users to check sequence listings in Computer Readable form 
(CRF) before submitting them to the United States Patent and Trademark Office (USPTOV 
Use of Checker prior to filing the sequence listing is expected to result in fewer errored sequence 
listings, thus saving time and money. 

Checker Version 3.0 can be Hnwn loaded from the USPT O website at the following address: 

http://www.uspto.gov/web/offices/pac/checker 



!L\y Sequence Listing Ernftummary 



SERIAL 



NUMBER: 



FRROR DETECTED SUGGESTED CORRECTION 
ATTN- NEW RULES CASES: PLEASE DISREGARD ENGLISH "ALPHA" HEADERS, WHICH WERE'INSERTED BY PTO SOFTWARE 
' Wrapped Nucleics The numberAex. at the end of each line "wrapped" down to the next l.ne. 

This may occur if your file was retrieved in a word processor after creat.ng it. 

Please adjust your right margin to .3, as this will prevent "wrapping". 



Wrapped Aminos 



The amino acid numberAext at the end of each line "wrapped " down to the next line. 
This may occur if your file was retrieved in a word processor after creating it. 
Please adjust your right margin to .3, as this will prevent "wrapping". 



1 1 



12 



13 



Incor/ect Line Length The rules require that a line no. exceed 72 characters in length. This includes spaces. 

Misaligned Amino Acid The numbering under each 5th amino acid is misa.igned. This may be caused by tl* use of tabs 

9 between the numbering. It is recommended to delete any tabs and use spac.ngTetweert (he numbers. 



Numbering 
5 Non-ASCII 

6 Variable Length 

7 Patentln ver. 2.0 "bug" 



8 Skipped Sequences 

(OLD RULES) 



This Hie was not saved in ASCII (DOS) text, as required by the Sequence Rules. 

Please ensure your subsequent submission is saved in ASCII text so that it can be processed. 

Sequence(s) contain n's or Xaa's which represented more than one residue. 

As per the rules, each n or Xaa can only represent a single residue. 

Please present the maximum number of each residue having variable length and 

indicate in the (ix) feature section that some may be missing. 

A "bug" in Patentln version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequence(s) Normally, Patentln would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section 
to the subsequent amino acid sequence This applies primarily to the mandatory <220>-<223> 
sections for Artificial or Unknown sequences. 

Sequence(s) missing. If intentional, please use the following format for each skipped sequence: 

^^l^C^SZo no. insert any head.ngs under "SEQUENCE CHARACTERISTICS") 
(xi) SEQUENCE DESCRIPTION;SEQ ID NO:X: 
This sequence is intentionally skipped 



9 Skipped Sequences 

(NEW RULES) 



10 Use of n 



i s* or Xaa's 
(NEW fUlL^)' 



Use of <213>Organism 
(NEW RULES) 

Use of <220>Feature 
(NEW RULES) 



Patentln ver. 2.0 "bug" 



Please 



also adjust the "(iii) NUMBER OF SEQUENCES:" response to include the skipped sequence(s). 



Sequence(s) missing. If intentional, please use the following format for each skipped sequence. 

<210> sequence id number 
^400> sequence id number 
000 

Use of n's and/orJCaa's have been detected in the Sequence Listing. 
Use of <220> to ^223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 



Sequence(s) , 



are missing this mandatory field or its response. 



Sequence(s) are missing the <220> Feature and associated headings. 

Use of <220> to <223> is MANDATORY if <213>ORGANISM is "Artificial" or "Unknown" 
Please explain source of genetic material in <220> to <223> section. 

(See "Federal Register/' 6/01/98, Vol. 63, No. 104, pp. 29631-32) (Sec. i .823 or new Rules) 

Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted 
-fite: Timing in missing mandatory numeric identif.ers and responses (as indicated on raw sequence listing). 
Instead, please use "File Manager" or any other means to copy file to floppy disk. 



AKS-Biotechnology Systems Branch- 5/15/99 
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PCT0 9 



RAW SEQUENCE LISTING 

PATENT APPLICATION : US/09/6 7 3,3 9 5 



DATE: 01/23/2001 
TIME: 11:53:49 



■ff 



input Set : N:\COPIES\ES.txt 
Output Set: N:\CRF3\01232001\I673395. 



<110> APPLICANT : metaGen Gesel Ischa i : t ^ 
<12 0> TITLE OF INVENTION: Human Nuclei 
<130> FILE REFERENCE: 51586AWOM1XX24 -P 
<140> CURRENT APPLICATION NUMBER: US/09/67 3,395 
<141> CURRENT FILING DATE: 2000-10-17 
<160> NUMBER OF SEQ ID NOS : 635 



ERRORE0 SEQUENCES 



E--> 



14071 

14672 

14673 

14674 

14676 

14678 

14679 

14 681 

14682 

14684 

14685 

14 687 

14608 

14 6 90 

14 6 91 

14693 

17275 

17276 

17277 

17278 

17280 

17282 

17283 

17285 

17286 

17 2 88 

1 7289 

17291 

17292 

17294 

17295 

17297 

17298 

17 3 00 

17 3 01 

17302 

17303 



<210> 
<21 1> 
<212> 
<213> 
<400> 
Lys 
1 

Pro 
Phe 



N0u4 94 



ORGANISM: homo sapiens 
SEQUENCE: 494 
Gly Ser Leu Pro Pro Thr 
5 

Gly His Gin Gly Gin Leu 
20 

Phe G La Gly Phe Gly Asn 
35 

Cys Leu His Trp Tyr Trp Pro 



50 



Val Asn lie Trp Phe He 
70 

Lys 

SEQ 133 NO: 57 3 
LENGTH: 91 
TYPE: PRT 

ORGANISM: homo sapiens 
SEQUENCE: 57 3 
Ser Gin Val Gly Arg Gly 
5 

Arg Ser Val H.is Trp Gly 
20 

Trp Gly Arg Ala Gin Pro 
35 

Phe Lys Leu Pro Gly Gly Lys 



G ly 
65 
Val 

<210> 
<2I1> 
<212> 
<213> 
<400> 
Asp 
1 

Gly 
Gin 



Does Not Comply 

20 oiM673395.ra. , Corrected Diskette Needed 

lfc-fcid Sequences from uterus Tumor Tissue I J 



Lys Gin Gly Lys Leu 
10 

Pro Thr Trp Leu Leu 
25 

Ser Leu Gly Val Gly 
4 0 

Arg Arq Trp Ala Gly 
60 

Ser His Pro Ala Gly 
75 



CJy Gin Leu Ala 
15 

Pro Phe Leu Gly 
30 

Glu Val Ala Ser 
45 

His Gly Gly Gly 

Cvs Lvs Pro Leu 
80 



50 



55 



Leu 
65 
Lys 

<210> 
<2il> 
<21 2> 
<213> 



Leu A.rq Val Ser Val Ser 
70 

Phe His Phe Ser His Pro 
85 

SEQ ID NO: 574 
LENGTH: 8 9 
TYPE: PRT 

ORGANISM: homo sapiens 



40 



7 5 

Ser Asn Ser Leu 
90 



Ser 


Set' 


Leu 


His 


Thr 








15 




Ser 


Leu 


Arg 


His 


Leu 






30 






Gly 


Gly 


Lys 


Leu 


Arg 




4 5 








Lys 


Gin 


Ala 


Leu 




60 










Leu 


Cys 


Leu 


He 


Asn 



80 



frNO 

(fry £/W^ 



file://C:\CRF3\Outhold\VsrI673395.htm 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/673,395 



DATE: 01/2 3/2001 
TIME: 11:53:53 



17305 
17307 
17308 
E--> 17310 
17 311 
17313 
17314 
17316 
17317 
17319 
17 3 20 
17322 
17323 
17351 
17352 
17353 
17354 
17356 
E--> 17358 
17359 
E--> 17361 
.17362 
E--> 17364 
17365 
17367 
17 36 8 
E--> 17370 
17 371 
E--> 17373 
17374 
17376 
17 377 
17379 
17380 
17382 
17 3 8 3 
17 385 
17386 
17 388 
17390 
17391 
1 7392 
17393 
1 7395 
E--> 17397 
1 7398 
174 00 
174 01 
E--> 17403 



Input Set : N:\COPIES\ES.txt 

Output Set: N:\CRF3\01232001\I673395.raw jyj\0 

C400> SEQUENCE : 574 ^ 

Glu Lys Trp Asn Leu Lou lle^PTrg Ills Lys Gly Lys Lys 

i 5 r^<^ 10 

Glu Thr Leu Ser Lys (xxxyArg Ala Cys Phe Leu Pro Met 

20 V — ' 25 

Pro Cly Ser Leu Asn Arg Ser Phe Pro Pro Arg Lys 




3 5 



40 



Arg 
4 5 



Gly Glu Thr 
15 

Asp Phe Pro 

30 

Arg Gly Trp 



AU Leu Pro His Trp Arg Trp Arg Lys Leu Pro Val Ala Ser Pro Gin 



50 



Cys Thr Leu Leu Pro val Cys Arg Leu Glu Phe Leu Trp 

75 



6 5 



70 



Gly Pro Leu 
80 



pro Thr Trp Leu Ser His Cys Pro Leu 
8 5 

<21()> SEQ ID NO: 577 
<2I1> LENGTH : 161 
<212> TYPE: PRT 
<213> ORGANISM: homo sapiens 
<400> SEQUENCE: 577 

j Leu Leu Leu Leu 

Gin G V\ 

Serf XXX ) 

Val Glu 
55 

Asn Lys Ser Gin Ser Ser GlrwLeu Gly Phe Lys Thr Asn 
— 70 

! val Kxx Hi 



Leu 


Leu 


Pro 


1 






Pro 


Gly 


Pro | 


Glu 


Glu^ 


XXX 








Asn 


Gly 


Pro 




50 




Asn 


Lys 


Ser 


6 5 






Lys 


Ser 


Ser 


Ala 


Gly 


Val 


Pro 


Ala 


Ser 






115 


Gly 


Asp 


Ala 




130 




Ser 


Thr 


Gin 


145 






Thr 







He 


His 


Gly 


Asp 


Thr 


pro 


1 Xxx 




10 












Ala 


Pro 


Asn 


His 


Arg 


His 


Gly 


25 














Ser 


Cys 


Met 


Gly 


/xxx 


) Val 


Asp 


Tyr 


Val. 


Asp 


Gly 




Glu 


Pro 








60 








Gly 


Phe 


Lys 


Thr 


Asn 


Gly 


His 



[is Asp Val Leu Asp Asn Arg 



90 



Ala Gly Val Lys Val Lys Glu Gly His Glu His Gin Asn 



1.00 



10 5 



Leu 


His 


Va 1. 


Leu 
120 


Phe 


Gly 


Gly 


Ala 


Leu 

12 5 


Lys 


His 


Ala 


Leu 


Pro 


Phe 


Arg 


Thr 


Gly 




.135 










14 0 




Pro 


Pro 
150 


Pro 


Arg 


Ala 


Arg 


Phe 
155 


Leu 


Pro 



Gin 
1 10 
Thr 

Phe 

Leu 



Lys 

9 5 
Gin 

His 

Ser 

Cys 



'Gly 
Leu 
Trp 

His 

Glu 

Asp 

Gly 

Arg 

Arg 
160 



<210> SEQ ID NO: 578 

<211> LENGTH: 16 0 

<212> TYPE: PRT 

<213> ORGANISM: homo sapiens 

<4 00> SEQUENCE: 5 78 

Gin Thr Asp Asn Leu Ser Glu Arg Gin Pro 

10 



V Xxx/ Gly Lysf Xxx / 



1 5 
Arg Gly Cys Pro Gin Gly Glu Cys Ser Trp Glu Arg Ala 

^Cx^ Pro Gly Arg Pro Ala Leu Ser ^Xxxj Thr Leu Leu^2x^ 



Xxx J Val Cys 

K^y is 

Val Lou Leu 
30 

Lys I Xxx) Ala 
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1/23/01 



Page 3 of 8 



RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/6 7 3,39 5 

input; Set : N:\COPIES\ES.txt 

Output Set: N:\CRF3\01232001\I673395. 





17 4 0 4 






35 








E- - > 


17406 


Pro 


Cys 


Glu 


val 


Asn 


Trp 




17407 














E-- > 


17409 


Gly 


Ala 


Pro 


Ala j 


© 


Thr 




17 410 


65 










70 


E--> 


17412 


Ala 




) Ala 


Gly 


Leu 


Glu 




17413 










85 




E--> 


17415 


Cys 


Cys 


Cys 




Gly 


Leu 




17 416 














E--> 


17418 


Thr 


Ala 


Ser 


Leu 


Glu 


Ala 




17419 






115 










17421 


Arg 


Th r 


Ser 


Cys 


Pro 


Ser 




174 22 




130 










E--> 


17424 


Val 


Leu 


Pro 


Asn 


Lys > 






17425 


14 5 










<150 




18471 


<210> 


SEQ 


ID NO; 


60 3 








[Xxxy Val 
\Xxx Xxx j 



DATE: 01/23/2001 
TIME: 11:53:53 



Arg Gly Ser 

60 

XxxJ Gin Arg 



Ala (Xxxj Ala Gly 

90 > s /7»v 

Trp Ser /xxxj Leu 

Pro Arg Pro Ala 

125 

Gin Ala Thr Lys 
140 

Thr (xxxJ Ser Lys 




Ala Ser 

(xxx ) Ala Gly 

95 

Ala Leu Pro 

.110 

Ala Ser Pro 

Thr Pro Arg 

Leu lie Phe 

160 



18472 <211> LENGTH: 163 

18473 <212> TYPE : PRT 

18474 <2I3> ORGANISM: homo sapiens 
184 76 <:4 0 0> SEQUENCE: 603 



18478 
18479 
18481 
18482 
18484 
.1 84 8 5 
184 87 
18488 
18490 
18491 
E--> 18493 
1 8494 
E--> 18496 
184 97 
184 99 
1 8500 
18 502 
18503 
18 505 
18506 
18508 
1851.0 
18511 
18512 
18 513 
18515 
18517 
18518 
E--> 18520 



lie 
1 

Ser 

Phe 

Val 

Asp 

^xx^ 

Arg 

Ala 

Ser 

Leu 
14 5 
Cys 
<210> 
<211> 
<212> 
<213> 
<400> 
Pro 
1 

Glu 



Tyr Gly Val Ser Phe Leu lie Phe 
5 

Val He Pro Cys Gin Gly Cys Leu 



20 



25 



He Plie He His Val Val Val He 



35 



40 



Ser Pro Phe Pro Gly Ser Phe Leu 



50 



55 



Asp Lys Leu Val Ser Leu Arg Ala 
70 

Ser Leu Thr Gly Gin Pro Ala Pro 

85 

Leu Pro Arg Ser Leu Phe His Leu 



.1.00 



10 5 



Pro Gly Leu Ala Pro Ala Ala Ala 



1 15 



pro Pro Gly Ser His Gly Trp Phe 



130 



135 



Asn Pro Lys Pro Leu Arg Asn Trp 
150 

Tyr Gin 
SEQ ID NO: 604 
LENGTH: 15 0 
TYPE!: PRT 

ORGANISM : homo sapiens 
SEQUENCE: 604 
Leu Ser Phe Leu Met Tyr Lys Thr 



Asn 
10 
Leu 

Phe 

Lou 

Leu 

Val 
90 
Gin 

Cys 

pro 

Gly 



He. 

Val 

Ser 

Leu 

H is 
7 5 
Gly 

Val 

Pro 

Leu 

Leu 
155 



Lys 

Cys 

Ser 

Leu 
60 
Leu 

Ser 

Cys 

Ser 

Ser 
14 0 
val 



Asn 

Le u 

Gin 
45 
Le u 

Trp 

Gly 

Leu 

Glu 
125 
Gin 

Ser 



He Tyr Val 
15 

Arg Phe Cys 
30 

Phe Leu Leu 

Ser val Gly 

lie Phe Leu 
80 

Pro Val Leu 



^Xxx^ 



Pro 



Pro 

110 

Ala Leu Leu 

Leu Val Ser 

Gly Thr Cys 
160 



His Leu Trp 



0 



Phe He Tyr Phe 



Leu Leu Ser Gly 
1 0 

Ala /xxx ) Val Cys 



Leu Glu Phe 
15 

Gly Gin Ser 



file://C:\CRF3\Outhold\VsrI673395.htm 
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RAW SEQUENCE LISTING 

PAT E NT A PPL I CAT .ION: US/09/673,395 

In put Set : N:\COPIES\ES.txt 

Output Set: N:\CRF3\01232001\I673395. 



20 

lie Phe Pro 
Xxx ^ Phe Asp 
Ser Arg Ala 
Gly Gin lie 
He Asp 
xxx J Phe ^Xxx^ 

xxx )Tyr Thr 

13, 

Lys Tie Lys 



SEQ ID NO: 635 
LENGTH: 8 9 
TYPE: PRT 

ORGANISM: homo sapiens 
SEQUENCE: 6 35 
lie Gin Phe 



Xxx J Ala He 

20 

Asn Ser Asn 
35 

Leu Gly Gly 
50 

Met Pro Leu 

Thr Ser Leu 




DATE: 01/2 3/2 001 
TIME: 11:53:53 



30 

Arg Lys / Xxx iLys Lys Gin He 
Lys Gly Ala /xxx J Thr 

Arg Gly Gin val Cys 

80 



Thr Gly Val Lys . 

I — / ( ^\ 

Thr Val (xxx/ Arg Asn Ixxx ) Arg 
110 N — / 




Phe Tyr His 
)l!eu Thr Lys Leu (x3nP) 



Ser 


Arg 


Pro 


Ciy 


Ser 


Pro 


Leu 


Ser 


Leu 


Asp 


Gly 


Leu 


5 








10 










15 




Ala 


Ser 


Cys 


^Cx^ 


Leu 


Asn 


His 


Thr 


Ala 


Asn 


Pro 


Thr 








25 










3 0 






Phe 


Leu 


Asp 


Leu 


Asn 


Leu 


Pro 


Pro 


Gin 


His 


Asn 


T li r 






40 










4 5 








He 


Pro 


Val 


Ala 


Gly 


Glu 


Glu 


Glu 


Va 1 


Lys 


Val 


Ser 






55 










60 








Gin 


ser 


Thr 


Ser 


Ser 


His 


ser 


Leu 


Gin 


Gin 


Gly 


Gin 




70 










75 










80 


His 


Thr 


Thr 


Val 


Ala 

















85 



Please Note: 

Use of n and/or Xaa have been detected in the Sequence Listing. Please review the 
Sequence Listing to ensure that a corresponding explanation is presented in the <220> to 
<223> fields of each sequence which presents at least one n or Xaa. 
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VERIFICATION SUMMARY DATE : 01/23/2001 

PATENT APPLICATION: US/09/673,395 TIME : 11:53:54 

Input: Set : N:\COPIES\ES.txt 

Output Set: N:\CRF3\01232001\l673395.raw 

L:10 M:270 C: Current. Application Number differs, Replaced Current Application Number 

L-ll M:27J C: Current Filing Date differs, Replaced Current Filing Datc^ 

L:2151 M:258 W: Mandatory Feature missing, <221> not found for SEQ TDK: 79 

L:2151 M:258 W: Mandatory Feature missing, <2 2 2> not found for SEQ ID#:79 

L:2151 M:340 W: (46) "n"'or "Xaa" used: Feature required, for SEQ IDt:79 

L:110,O M:283 W: Missing Blank Line separator, <4 00> field identifier 

J.; 1.1034 H:300 W: (50) Intentionally skipped Sequence, : Sequence Id (359 ) SEQUENCE: 

L: 14G93 M:252 E : No. of Seq . differs, <211>LENGTH : Input : 83 Found: 02 SEQ:494 

L: 15633 M:283 W: Missing Blank Line separator, <400> field identifier 

L-15634 M:300 W: (50) Intentionally skipped Sequence, : Sequence Id (529) SEQUENCE : 

L : 156 37 M:283 W: Missing Blank Line separator, <400> field identifier 

L: 15638 H:300 W: (50) Intentionally skipped Sequence, : Sequence id (530) SEQUENCE: 

L:15812 M:258 W: Mandatory Feature missing, <220> not found for SEQ iDtf : 535 

L: 158i2 M:258 W: Mandatory Feature missing, <221> not found for SEQ IDtf:535 

L : 15812 M:258 W: Mandatory Feature missing, <222> not found for SEQ ID* : 535 

L: 15812 M:258 W: Mandatory Feature missing, <223> not found for SFQ J.Dtt:535 

L: 15812 M:340 W: (46) "n" or "Xaa" used: Feature required, for SEQ ID#:535 

L: 15816 M:258 W: Mandatory Feature missing, <220> not found for SEQ IDH-:535 

L: "15816 M:258 W: Mandatory Feature missing, <221> not found for SEQ IDJf:5 35 

L : 15816 M:258 W: Mandatory Feature missing, <222> not found for SEQ 1D#:535 

L: 15816 M:258 W: Mandatory Feature missing, <223> not found for SEQ ID#:535 



M: 


34 0 Repeated in seqNo-53 5 












for 




ID if : 


5 36 


L: 


1 5839 


M: 


258 


W: 


Mandatory 


Feature 


missing, 


<220> 


not 


found 


SEQ 


L: 


15839 


M: 


258 


W: 


Mandatory 


Feature missing, 


<221> 


not 


found 


for 


SEQ 


ID : 


5 36 


L : 


15839 


M : 


2 58 


W: 


Mandatory 


Feature 


missi ng , 


<222> 


not 


found 


for 


SEQ 


ID it : 


5 3 6 


L: 


15839 


M : 


258 


W: 


Mandatory 


Feature 


missing , 


<22 3> 


not 


found 


for 


SEQ 


ID# : 


536 


L: 


1 5839 


M: 


34 0 


W : 


(46) "n" or "Xaa" 


used: Feature required, for SEQ ID#:536 


L: 


1 5840 


M: 


258 


W: 


Mandatory 


Feature 


missing , 


<2 2 0> 


not 


found 


for 


SEQ 


ID ft : 


: 5 36 


L: 


1584 0 


M: 


258 


W: 


Mandatory 


Feature 


missing , 


<221> 


not 


f ou nd 


for 


SEQ 


ID if : 


: 5 36 


L : 


15840 


M: 


258 


W: 


Mandatory 


Feature 


missing, 


<222> 


not 


found 


for 


SEQ 


ID* : 


: 536 


L: 


1584 0 


M: 


258 


W: 


Mandatory 


Feature 


missing , 


<223> 


not 


found 


for 


SEQ 


ID# ; 


; 536 


M: 


340 Repeated in SeqNo=536 
















: 5 36 


L : 


15841 


M: 


258 


W: 


Mandatory 


Feature 


missing , 


<22 0> 


not 


f ou n d 


for 


SEQ 


I D A \ 


L: 


:15841 


M : 


258 


W: 


Mandatory 


Feature 


m issing, 


<221> 


not 


found 


for 


SEQ 


ID 4 


: 536 


L: 


: .15841 


M: 


258 


W: 


Mandat ory 


Fea t ure 


m is sin y , 


<222> 


not 


found 


for 


SEO 


ID ft 


: 536 


L: 


: 15841 


M: 


258 


W: 


Mandatory 


Feature 


missing, 


<223> 


not 


found 


for 


SEQ 


ID i l 


: 5 36 


L: 


:15842 


M: 


: 258 


W: 


Mandatory 


Feature 


missi ng , 


<220> 


not 


found 


for 


SEQ 


ID if 


: 5 36 


L: 


:15842 


M: 


; 258 


W: 


Mandatory 


Feature 


missing , 


<221> 


not 


f ou nd 


for 


SEQ 


ID if 


:536 


L: 


: 1584 2 


M: 


: 258 


W: 


Man dot ory 


Feature 


missing, 


<222> 


not 


found 


for 


SEQ 


ID a 


:536 


L ; 


: 15842 


M: 


:258 


W: 


Mandat ory 


Feature 


missing , 


<223> 


not 


found 


for 


SEQ 


ID ft 


: 536 


L; 


: 1584 3 


M: 


: 258 


W: 


Mandatory 


Featu re 


missing , 


<220> 


n o t 


found 


for 


SEQ 


fDfi 


: 536 


L 


: 15843 


M: 


: 258 


W: 


Mandatory 


Feature 


m issi ng , 


<2 21> 


uot 


round 


for 


SEQ 


I D if 


: 5 36 


L 


:15843 


M: 


:258 


W: 


Mandatory 


Feature 


missing, 


<222> 


not 


found 


for 


SEQ 


ID If 


: 536 


L 


: 15 843 


M 


: 258 


W: 


Mandat ory 


Feature 


missing , 


<223> 


not 


found 


for 


SEQ 


IDff 


: 5 36 


L 


: 15 84 4 


M 


: 258 


W: 


Mandatory 


Featu re 


missing , 


<220> 


not 


found 


for 


SEQ 


ID ft 


: 536 


l 


: 15844 


M 


: 258 


W: 


Mandatory 


Feature 


at issing, 


<221> 


not 


found 


for 


SEQ 


ID# 


: 5 36 


L 


: 15844 


M 


:258 


W : 


Mandatory 


Feature 


missing, 


<222> 


not 


found 


for 


SEQ 


IDS 


: 5 36 


L 


: 15844 


M 


: 258 


W: 


Mandatory 


Feature 


missing , 


<223> 


not 


found 


for 


SEQ 


ID If 


: 5 36 
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VERIFICATION SUMMARY 

PATENT APPLICATION: US/09/67 3 , 3 9 5 

input: Set : N:\COPIES\ES.txt 

Output Set: N:\CRF3\01232001\I67 3395.raw 



DATE : 01/23/2001 
TIME: 11:53:54 



Feature missinq, 
Feature missing, 
Feature missinq, 



15 84 5 M : 258 W : Ma nda t ory 

1584 5 M:25B W: Mandatory 

1584 5 M:258 W: Mandatory 

1584 5 M:258 W: Mandatory Feature missing, 

15846 M : 2 5 8 W: Ma jida t ory Fea tu re mi s s i. n g , 

15846 M:258 W: Mandatory Koaturc missing, 

15846 M : 2 5 8 W: Mandatory Feature m 1 s s 1 rig , 



15846 M:253 W: 

15847 M:258 W: 
1584 7 M:258 W: 
15847 M:258 W: 
15847 M:258 W: 



Ma n da t o ry Fea t u re m i s s i ng , 
Mandatory Feature missing, 
Ma j i da to r y Feat ur e m i s s i n g , 
Feature missing, 



Mandatory 

Mandatory Feature missing 
15848 M:258 W: Mandatory Feature missing 
'1584 8 M:258 W: Mandatory Feature missing 
Mandatory 
Mandatory 
(46) " n " 



Feature missing 
Feature missing 
or "Xaa" used 



<220> 


not 


t'ound 


for 


SEQ 


1D# : 


536 


<2 21> 


not 


found 


for 


SEQ 


IDS : 


5 3 6 


<222> 


not 


found 


for 


SEQ 


I D # 


5 3 6 


c223> 


not 


found 


for 


SEQ 


J D# 


536 


<2 20> 


not 


found 


for 


SEQ 


lDfi 


536 


<221> 


nob 


found 


for 


SEQ 


1 Di 


536 


<222> 


not 


found 


for 


SEQ 


JDtt 


5 36 


<2 2 3> 


not 


found 


for 


SEQ 


I D if 


5 36 


<22 0> 


not 


found 


for 


SEQ 


iDtf 


536 


<221> 


not 


found 


for 


SEQ 


ID if 


536 


<222> 


not 


found 


for 


SEQ 


IDtt 


536 


<223> 


not 


found 


for 


SEQ 


ID ft 


536 


<2 2 0> 


not 


found 


for 


SEQ 


ID tt 


536 


<22 3 > 


not 


found 


for 


SEQ 


ID tF 


.536 


<222> 


not 


found 


for 


SEQ 


ID It 


: 5 36 


<2 2 3> 


not 


found 


for 


SEQ 


ID* 


: 536 



Fe a t u re re quired, 
u Fed: Feat u re re q u. j. r e d , 
Xaa" used: Feature required, 



"Xaa" 



16605 M:300 W: 
16654 M:340 W: 

16663 M:283 W: 

1 6664 M: 300 W: 

16667 M:283 W: 

16668 M: 300 W: 
16671 M:283 W: 
16 67 2 M: 300 W: 
'16 67 5 M:283 W: 
16676 M:300 W: 



for SEQ ID# : 54 5 
for SEQ ID ft : 550 
for SEQ ID*: 55 2 



SEQUENCE 
SEQUENCE 



15848 M:258 W 
15848 M:258 W 
16273 M:340 W 
34 0 Repeated in Seq No -54 5 
16488 M:34 0 W: (46) "n" or 
34 0 Repeated in SeqNo-5 5 0 
1657 3 M: 340 W: (46 ) "n" or 
34 0 Repeated in SeqNo-5 52 

'16604 M:283 W: Missing Blank Line separator, <400> field identifier 

(50) Intentionally skipped Sequence, : Sequence Id (553) SEQUENCE 
(46) "n" or "Xaa" used: Feature required, for SEQ TDtf : 555 
Missing Blank Line separator, <4 0()> field identifier 
(50) intentionally skipped Sequence, : Sequence Id (556) SEQUENCE 
Missing Blank Line separator, <4 0u> field identifier 
(50) intentionally skipped Sequence, : Sequence Id (557) 
Missing Blank Line separator, <400> field identifier 
(50) Intentionally skipped Sequence, : Sequence Id (558) 
Missing Blank Line separator, <4 00> field identifier 
(50) Intentionally skipped sequence, : Sequence Id (559) SEQUENCE 
16 679 M:283 W: Missing Blank Line separator, <400> field identifier 
•16680 M:300 W: (50) Intentionally skipped sequence, : Sequence Id (560) SEQUENCE 
(1) Wrong Nucleic Acid Designator, NUMBER OF INVALID KEYS : 1 
(1) Wrong Nucleic Acid Designator, NUMBER OF INVALID KEYS : 1 
Missing Blank Line separator, <400> field identifier 
(50) Intentionally skipped Sequence, : Sequence Id (576) SEQUENCE 
(1) Wrong Nucleic" Acid Designator, NUMBER OF INVALID KEYS:1 
( 1 ) Wr o n g Nucleic Acid Des i g n a to r , 
(1) Wrong Nucleic Acid Designator, 
(1) Wrong Nucleic Acid Designator, 
(i) Wrong Nucleic Acid Designator, 
(]) Wrong Nucleic Acid Designator, 
(1) Wrong Nucleic Acid Designator, 
(1) Wrong Nucleic Acid Designator, 
(1) Wrong Nucleic Acid Des i.gna tor , 
(1) Wrong Nucleic Acid Designator, 



: 17291 
17 310 



3 20 E: 
320 E: 



17 34 8 M:283 W: 

: 1 734 9 M: 300 W: 

:17358 M:320 E: 

: 17 361 M:320 E: 

: 17 364 M:320 E: 

:17370 M:320 



E 

1 7 373 M: 320 E 
17397 M:320 E 
: 174 03 M:320 E 
17406 M:320 
3 74 09 M:320 E 
17412 M:320 E 



E: 



NUMBER OF INVALID KEYS: 

NUMBER OF INVALID KEYS: 

NUMBER OF INVALID KEYS 

NUMBER OF INVALID KEYS 

NUMBER OF INVALID KEYS 

NUMBER OF INVALID KEYS 

NUMBER OF INVALID KEYS : 4 

NUMBER OF INVALID KEYS : 4 

NUMBER OF INVALID KEYS : 5 
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VERIFICATION SUMMARY 

PATENT AP P.LI CATION : US/09/673,395 



DATE: 01/2 3/2 001 
TIME : 11 : 53 : 54 



input; Set : N:\COPIES\ES.txt 

Output Set: N:\CRF3\012 32001\I67339 5.raw 



: 17415 M:320 E: 
: 17418 M:320 K: 
: 174 24 M:320 E: 
: 184 9 '3 M:320 E: 
: 18496 M: 320 E : 
: IB 52 0 M:320 E: 
: 1852 3 M : -S20 E: 
: 18 526 H:320 E: 
: 18529 M:320 E: 
: 185 32 M:320 E : 
: 18535 M:320 E: 
: 18538 M:320 E : 
: 1854 1 M:320 E: 
: 18554 M : 320 E : 
:18557 H:320 E: 
: 18560 M:320 E: 
: 18563 M:320 E: 
:18566 M:320 E: 
: 1 8569 M: 320 E : 
: 18572 M: 320 E: 
:19049 M:320 E: 
: .1. 9 0 5 2 M : 3 2 0 E : 
: 19058 M:320 E: 
: 19061 M: 320 E: 
: 19067 M: 320 E: 
: .19079 14:320 E : 
; 19089 M : 320 E: 
; 19165 M:320 E: 
:19168 M:320 E: 
: 19174 M:320 E: 
: 19177 M: 320 E: 
: '1918 0 M:320 E: 
: 1918 3 M: 320 E: 
: 19367 M:320 E: 
19407 M:320 E: 
19419 M:320 E: 
1942 3 M:283 W: 
19424 M:300 W: 
19427 M:283 W: 
194 28 14:300 W: 
194 31 M:283 W: 
194 32 M:300 W: 

19435 M:283 W: 

19436 M:300 W: 
19 562 M:320 E: 
19 565 M:320 E: 
19626 M:332 E: 
332 Repeated ir 



( 1 1 

\ / 


W ron g 


N u c 1 e x c 


Acid 


Tio c: "J ri ft m V ri r 

j Liu / 


MUM H P U 

IN \J vl I-> JZj 1\ 


OR 


X1N V/iXii. U 


KE Y S 


3 


\ 1 J 


W co n g 


N u c 1 0 J o 




Dos i g nn t or*/ 


MT TM R PR 


OF 


i n v t\.ij l vj 


KEYS 


2 


( 1 "i 
t J - ) 


W y n n n 

VV X 11 y 


Mn f~ 1 P i f" 1 

HULlt JX 


Acid 


L>t,0 J. l JJ].u LUi / 


IN Url n tit l\ 


or 


I IN V t\u I U 


K E X S 


*^ 




Wro n g 




Aci d 


Hriq i fina t nr' 


M 1 1 M R fi 1 P 


OF 


1 IN V .1 U 


K E Y S 


I 


( 1 ) 


Wrong 


u c 1 e i c 


Acid 


Designator/ 


NUMBER 


OF 




K£YS 


1 




Wrong 


Nucleic 


Ac id 


Dcs igna tor / 


N1JMBEK 


OF 


I NVA 1 , 1 n 


K E Y S 


2 


( 1 ) 


Wrong 


Nuclei c 






Ml 1 M H It' u> 


OF 


I IN V /-VJj L U 


K E Y S 


[ 


( '] , 
K J ■ t 


wro ti g 


Mu c 1 e i c 


Ac id 


Desi t^nator^ 


m r i m ft I- 1 


OF 


T HV A f Til 


K E Y S 




\ J - ) 


Wrong 


Nucleic 


Ac id 




mum ri h 1 


OF 


r w\; a r Til 


KEYS 


2 


( 1 \ 


v\ x w 1 1 y 


IN U.*., -L 1L 


Ac id 


U Kliy x y 11 a L.K JX / 


M 1 1 M H V ft 


0 F 


[ MUM T Tl 

j. w v Hxi i u 


KE Y S 


i 

i. 


( 1 ■ 


Wrong 






Pi o "1 n n I" r'l r 
w tj l y 1 1 CI U L J L , 


In Urlo xjK 




1 N V A.Li X U 






( 1 
\ J - ) 


W X U 1 1 j 


Nu c le 2. c 


*ctd 


D e s ]. g n a t o ir , 


IN Urlt> Hi K 


OF 


1 N V /\ b L U 


KE Y S 


6 




Kf KT*\T1 ( T 

v v j. l i y 


Mnnl c* H 
L J U ( L t; J. 1- 


Ac id 


Designator/ 


M [ IM U It 1 u 


°l 


1 IN vi\Jj 1 U 


K FYS 




{ l \ 


w i wi 1 y 


IN ULlt; L C,, 




Designator / 


IN U M ii t 'j K 


OF 


J. IN V A Lj J. 1J 


KEYS 


2 


\ 1 } 


Vi) l uiiy 




Acid 


Des i g n d t oz' r 


IN U rl 15 IIj K 


OF 


t t'tvr at in 
1 H V /\ b I JJ 


KEY'S 


D 


K J ) 


w i_ ^ l i y 


IN U U X X ^.^ 


Acid 


T ^i*^ i rr ri '5 1- 
J.J*_to J.yjlcl UUi ^ 


IN Uvln til K 


OF 


1 IN V Ab 1 U 










Mil f" 1 1 t-* "i f 


Acid 


^ l (\ x\ :-\ \~ t \ t * 
X'tltiXv^Ucl LUI / 


W 1 f M fi 1? P 
IN UrlO ili-tv 


OF 


T M\7 A T T n 


KEYS 


1 




Wrong 


W i i f"» 1 fii i r 1 




L'C; » X'-J 11 CI UvJX / 


IN Urlti LLj K 


OF 


J. IN V t\Li 1 U 


KEYS 


ji 


t \ \ 


w c on y 


iiik, l e 1 1- 


Acid 


De s i g n a tor / 


!N UMxi L'jK 


OF 


J.NV AbJ. [J 


KEY'S 


6 


\ 1 ) 


w j. tjiiy 


IN U IKIL 




De s i g ud tor , 


M IT MTi TT 1 D 


OF 


r hi\f a r t r~i 
I N V A.x> x u 


K E Y S 


1 


K '■ ) 


W f T"*0 tl 




Acid 


x^e » j. g ii u l.o l / 


MfiM rj i,i 13 
N Ul v in Hi K 


o i;> 
Ur 


T M \7 A T T 1 1 
1 IN V t\U L U 


KEYS 


■} 

X 


( 1 1 


W -L J i y 


11 .LA. . .L C 




i j titi x y 1 1 ct l ui / 


JN U Wxl t'jK 


®* 


r K]\T A 1 T p, 
X IN V triXi J. 1J 


KEYS 


1 


\ - L ) 


w i. u j i y 


IN lit Xvi X 


Arid 


De s i gn a tor r 


JN UfUJ L'jK 


OF 


.1. IN V Ab J. LJ 


KEYS 


2 


(1) 


Wrong 


Nucleic 


Acid 


Designator, 


NUMBER 


OF 


INVALID 


KEYS 


1 


(1) 


Wrotig 


Nucleic 


Ac i.d 


Designator/ 


NUMBER 


OF 


INVALID 


KEYS 


1 


(1) 


Wrong 


Nucleic 


Acid 


Designa tor. 


NUMBER 


OF 


INVALID 


KEYS 


1 


(1.) 


Wrong 


Nuc l.eic 


Acid 


Designator/ 


NUMBER 


OF 


INVALID 


KEYS 


2 


(D 


Wrong 


Nucleic 


Acid 


Designator, 


NUMBER 


OF 


INVALID 


KEYS 


1 


(-1) 


Wrong 


Nucleic 


Acid 


Designator/ 


NUMBER 


OF 


INVALID 


KEYS 


2 


(1) 


Wrong 


Nucleic 


Acid 


Designator, 


NUMBER 


OF 


INVALID 


KEYS 


2 


(-D 


Wrong 


Nucleic 


Acid 


Designator/ 


NUMBER 


OF 


INVALID 


KEYS 


1 


(i) 


Wrong 


Nucleic 


Acid 


Designator/ 


NUMBER 


OF 


INVALID 


KEYS 


2 


(-1) 


Wrong 


Nucleic 


Acid 


Des.i gnator , 


NUMBER 


OF 


INVALID 


KEYS : 


1 


(1) 


Wrong 


Nucleic 


Acid 


Designator, 


NUMBER 


OF 


INVALID 


KEYS : 


1 


(1) 


Wrong 


Nucleic 


Acid 


Designat or, 


NUMBER 


OF 


INVALID 


KEYS : 


1 


(l> 


Wrong 


Nuc leic 


Acid 


Designator, 


NUMBER 


OF 


INVALID 


KEYS : 


1 


Missing Blank Line separator, <4 00> field 


identifier 







(50) Intentionally skipped Sequence, : Sequence Id (626) SEQUENCE: 
Missing Blank Line separator, <400> field identifier 
(50) Intentionally skipped Sequence, : Sequence Id (627) SEQUENCE: 
Missing Blank Line separator, <4 00> field identifier 
(50) Intentionally skipped Sequence, : Sequence Id (628) SEQUENCE: 
Missing Blank Line separator, <4 00> field identifier 
(50) Intentionally skipped sequence, : Sequence Id (629) SEQUENCE: 
( 1 ) Wrong Nucleic Acid Designator, NUMBER OF INVALID KEYS:1 
(1) Wrong Nucleic Acid Designator, NUMBER OF INVALID KEYS : 1 
(32) Invalid/Missing Amino Acid Numbering, SEQ ID:635 
SeqNo=6 3 5 
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